Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.004 Å; disorder in main residue; R factor = 0.050; wR factor = 0.122; data-to-parameter ratio = 18.8. 
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Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). (Jordanovska et al., 2000) . The reaction of diisopropylamine with sulfuric acid yielded the expected compound as a double sulfate with diisopropylammonium hydrogensulfate ( Fig. 1) . A small number of such double salts are known (Anderson et al., 2006; Banerjee & Murugavel, 2004; Kang et al., 2005; Novozhilova et al., 1987; Sridhar et al., 2001; Warden et al., 2004) . In the title compound, the cations and anions are linked by N-H···O and O-H···O hydrogen bonds into three-dimensional network structure. The sulfate ion is disordered over two sites in an "umbrella" type of disorder (only three of the four oxygen atoms are disordered).
Following the method of Jordanovska et al. (2000) , diisopropylamine (1 ml, 7.1 mmol) was dissolved in chloroform (10 ml) and concentrated sulfuric acid was added dropwise at 273 K until a white precipitate was formed. The precipitate was collected and recrystallized from water.
Refinement
The sulfate ion is disordered over two positions related by rotation around the S1-O4 bond. For this ion, all S-O distances were restrained to be equal within 0.01 Å. Similar restraints were were imposed on O···O distances within this ion.
Carbon-bound hydrogen atoms were placed in calculated positions (C-H 0.96 -0.98 Å), and were included in refinement in the riding model approximation, with U(H) set to 1.2-1.5 times U eq (C). Oxygen and nitrogen-bound hydrogen atoms were located in a difference Fourier map, and were refined with a distance restraint (O,N)-H= 0.85±0.01 Å; their temperature factors were freely refined. (2) 159 (2) Symmetry codes: (i) x, −y+3/2, z−1/2; (ii) −x+1, −y+1, −z+1; (iii) x+1, y, z.
